Sepsis is still one of the reasons for serious infectious diseases in pediatric intensive care unit patients despite the use of anti-infective therapy and organ support therapy. As it is well-known, the effect of single gene or pathway does not play a role in sepsis. We want to explore the interaction of two more genes or pathways in sepsis patients for future works. We hypothesize that the discovery from the available gene expression data of pediatric sepsis patients could know the process or improve the situation.
Introduction
Sepsis is a life-threatening organ dysfunction caused by a dysregulated host response to infection. 1, 2 Sepsis and septic shock are major healthcare problems affecting millions of people around the world each year and killing as many as one in four and even more patients. 3, 4 Septic shock is a heterogeneous syndrome within which several biological subclasses probably exist. The discovery and identification of septic shock subclasses could provide the foundation for the design of more specifically targeted therapies. 5, 6 Furthermore, it has been demonstrated that multiple genes and signaling pathways participate in the occurrence and development of pediatric septic shock. So, it is extremely important to study the molecular mechanism or the pathological process
Materials and methods

Microarray data and identification of Degs
The microarray expression dataset GSE26440 in the septic shock and normal children was obtained from Affymetrix GPL570 platform (Affymetrix Human Genome U133 Plus 2.0 Array), which was submitted by Wong et al in January 04, 2011, and updated in September 15, 2017. Unlike Wong et al, we mainly focused on the effects of the body's immune response, apoptosis cells, and changes in intestinal function in septic shock children. The packages affy and affyPLM of R software were used to read the data with the k-nearest neighbor method to fill in missing value and the RMA algorithm was used to normalize and correct the data. Then, the data were screened for DEGs between the septic shock and normal children with criteria of fold change (FC) >2 and adjusted P-value <0.05 for statistically significant difference by using the limma package of Bioconductor.
DEGs analyze via GO, KEGG, and GSEA
The GO project develops and uses a set of structured, controlled vocabularies for community use in annotating genes, gene products, and gene sequences. [7] [8] [9] The expression matrix of all genes and phenotypes of the samples were submitted to the GSEA software to analyze the GO enrichment and to determine whether the DEGs show statistically significant difference between the septic shock and normal children. The KEGG is a knowledge base used for systematic analysis of gene functions, linking genomic information with higher order functional information of the DEGs. 10, 11 To analyze the DEGs at the functional level, the DAVID 9th database for annotation, visualization, and integrated discovery, which is an online tool for the analysis of the relevant biological annotation of gene lists, 12 was used to provide functional interpretation of the GO enrichment and KEGG pathway analysis for DEGs. The P-value <0.05 was considered statistically significant.
Protein-protein interaction network and modules analysis
The STRING database is an online tool designed to evaluate the protein-protein interaction (PPI) information. [13] [14] [15] [16] [17] The STRING (version 10.5) database currently covers 9,643,763 proteins from 2,031 organisms. To assess the interactive relationships, the identified DEGs were mapped via STRING, and the experimentally validated interactions were ensured as statistically significant with a combined score of >0.4. Then, the Cytoscape software (version 3.6.0) was used to construct the PPI networks between the DEGs. The plug-in named Molecular Complex Detection (MCODE) and cytoHubba were individually used to determine the modules and the top 10 hub genes of the PPI network in Cytoscape. The criteria were set as MCODE scores >6 and the number of nodes >6.
Results
Identification of DEGs
We obtained a total of 1,250 DEGs in the GSE26440 dataset, including 1,108 upregulated DEGs and 142 downregulated DEGs, via R software using criteria of the FC>2 and adjusted P-value <0.05 from 98 children with septic shock and 32 normal children. For example, we found that glyceraldehyde-3-phosphate dehydrogenase (GAPDH), tumor necrosis factor (TNF), and epidermal 
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Identification of genes and pathways in septic shock children growth factor (EGF) were highly expressed in children with septic shock. Table 1 contains the top 25 downregulated DEGs and the top 25 upregulated DEGs with FC>2 and adjusted P<0.05.
The heat map and volcano map of all DEGs are displayed in Figure 1A and B. The top 50 upregulated and the top 50 downregulated DEGs from GSEA software are displayed in Figure 2 . Figure 3A) , and in CC, such as the extracellular exosome, extracellular space, plasma membrane, membrane, and integral component of plasma membrane ( Figure 3B ), as well as in MF, such as protein binding, receptor activity, carbohydrate binding, arachidonic acid binding, and protein homodimerization activity ( Figure 3C ). The KEGG pathway results revealed that the DEGs are significantly enriched in TNF signaling pathway, NOD-like receptor signaling pathway, nuclear factor (NF)-κB signaling pathway, and Jak-STAT signaling pathway ( Figure 3D ). However, the results of DEGs enriched by the functional analysis of GO with the GSEA software revealed that DEGs involved in phosphatidylinositol 3 kinase binding, regulation of vascular permeability, vitamin transport, and organic acid transmembrane transporter activity were significantly enriched in gene sets ( Figure 4) . In those results, we will focus on regulation of vascular permeability with core genes such as ADM, AZU1, PDE2A, AMOT, PED3A, PEPRJ, TEK, HRH1, VEGFA, UCN, TACR1, SRC, SLIT2, and TACR2 ( Figures 5 and 6 ). As we know, when the permeability of blood vessels increases, bacteria and toxins can pass through the enteric cavity into the intestinal lymph nodes, blood, liver, spleen, and other organs, causing a greater inflammatory response and can even lead to failure of multiple organ dysfunction. 18 The lower permeability of the intestinal tissue can effectively reduce or limit the translocation of pathogenic bacteria/endotoxins and reduce or delay the onset of sepsis. 19, 20 We do not know yet if the change in the expression levels of these genes could reduce the transportation of bacteria and endotoxin from intestinal cavity to other tissues and blood, contributing to good conditions for pediatric septic shock through the influence on intestinal permeability. Perhaps, some experiments are needed to prove this. 
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The interactive information from the analysis with the STRING database ( Figure 7 ) was exported to the Cytoscape software. After that the modules and top 10 hub genes with higher degrees were individually screened via Cytoscape software. In all the modules, a total of 312 nodes and 1,420 edges were analyzed with the plug-in MCODE. The top four modules were selected, and the enriched pathways of the DEGs involved in the modules were analyzed. The results showed that the DEGs included in the top four modules were mainly associated with chemokine signaling pathway. For example, in module1, they included the pathways such as cytokine-cytokine receptor interaction, Ras signaling pathway, PI3K-Akt signaling pathway, cMAP signaling pathway, and neuroactive ( Figure 8 ). In addition, the top 10 hub DEGs were analyzed by the plug-in cytoHubba, and a subnetwork of the top 10 hub genes was obtained. The network revealed that there were interactions among these genes, and the interactions may affect the pathophysiologic process, diagnosis, therapy, and prognosis ( Figure 9A ). More experiments will be needed to verify this. These included GAPDH, TNF, EGF, mitogen-activated protein kinase 3 (MAPK3), interleukin 10 (IL-10), toll-like receptor 4 (TLR4), mitogen-activated protein kinase 14 (MAPK14), interleukin 1 beta (IL-1β), phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit beta (PIK3CB), and toll-like receptor (TLR2). Among these DEGs, GAPDH showed the highest score of 159 ( Figure 9B ). All the hub genes were analyzed for the enrichment function ( Figure 9C ) and pathways ( Figure 9D ).
Discussion
Septic shock is an infection-based disease entity. It is not a singular, homogenous disease in the traditional sense. 5 To investigate the molecular mechanism of pediatric septic shock is critically important for the diagnosis, treatment, and prognosis. The expression profiling by microarray can provide information about the expression differences of thousands of genes in human genome. In this study, we used it to predict 
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Yang et al and find the key or potential genes for pediatric septic shock. We screened the microarray data GSE26440 and obtained 1,108 upregulated DEGs and 142 downregulated DEGs from 98 samples of septic shock children and 32 normal children via bioinformatics analysis.
In this study, our main concern was about the inflammatory process and immune response of the total DEGs, which included upregulated DEGs and downregulated DEGs. The GO enrichment analysis of DEGs revealed that some of them were significantly involved in inflammatory response, immune response, cellular defense response, innate immune response, lipopolysaccharide-mediated signaling pathway, all the above can significantly influence the biomedical process of sepsis. [21] [22] [23] Such a research reported that the delivery of miR-126 of extracellular exosome prevents microvascular dysfunction and refines the outcomes of sepsis. 24 In our PPI network construction with the DEGs, top four modules and top 10 hub genes were identified. Further study on these candidate DEGs could provide new information and ideas to research the process or development, even for the diagnostic and therapeutic studies in pediatric septic shock. The top 10 hub DEGs with higher degree are as follows: GAPDH, TNF, EGF, MAPK3, IL-10, TLR4, MAPK14, IL-1β, PIK3CB, and TLR2. The results 
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Identification of genes and pathways in septic shock children of the GO enrichment analysis showed that some DEGs were involved in lipopolysaccharide-mediated signaling pathway, activation of MAPK activity, positive regulation of gene expression, positive regulation of NF-κB import into nucleus, extracellular space, plasma membrane, extracellular exosome, cell surface, and so on. The enriched pathway analysis showed that some DEGs were involved in toll-like receptor signaling pathway, Hypoxia-inducible factor-1 (HIF-1) signaling pathway, T-cell receptor signaling pathway, TNF signaling pathway, FoxO signaling pathway, NF-κB signaling pathway, MAPK signaling pathway, and PI3K-Akt signaling pathway. The immune cells, such as macrophages, dendritic cells, T cells, and regulatory T cells (Tregs), are involved in the regulation of proinflammatory responses and promote inflammation by secreting or producing proinflammatory mediators. The inflammatory response can also be balanced by secreting anti-inflammatory cytokines. In advanced stages, patients with sepsis exhibit an immunosuppressive response, which is mainly manifested by a decrease in the number of immune cells and a decline in immune function. 25 In these hub genes, GAPDH, acting on a transfer receptor on the cell surface of macrophage, has recently been demonstrated in several nonmetabolic processes, such as initiation of apoptosis, and transcription. 26 It can lead to cell death because of the NO-induced GAPDH aggregation, mitochondrial dysfunction, and impaired fibrinolysis. 27, 28 The results of GO terms and enriched pathways mainly showed in plasma membrane, extracellular exosome, and HIF-like receptor signaling pathway. These studies suggested that TNF-α and IL-6 can increase the permeability of intestinal tissue; however, IL-10 has a protective effect on the intestinal wall tissue. 29, 30 TNF-α is mainly produced by activated macrophages. Proinflammatory cytokine involved in systemic inflammation make up the acute phase reaction and play a primary role in the regulation of immune cell. 31 EGF with EGFR leads to cellular proliferation, differentiation, and survival. 32 It plays an important physiological role in the maintenance of gastric e m b r a n e t r a n s p o r t e r a c t i v i t y O r g a n i c a c i d t r a n s m e m b r a n e t r a n s p o r t 
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Yang et al tissue, healing of gastroesophageal ulcers, and inhibiting bacterial agents. 33, 34 MAPK3 (ERK1) and MAPK14 (P38-α) are involved in directing cellular response to a diverse array of stimuli, such as proinflammatory cytokines and heat shock, and regulated cell function such as proliferation, gene expression, cell survival, and apoptosis. 35 Toll-like receptors (TLRs) are a class of proteins that play an important role in the innate immune system. The antigens can be recognized by TLR2 and 
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Yang et al T o ll -l ik e re c e p to r s ig n a li n g p a th w a y H IF -1 s ig n a li n g p a th w a y T -c e ll re c e p to r s ig n a li n g p a th w a y T N F s ig n a li n g p a th w a y F O X O s ig n a li n g p a th w a y N O D -l ik e re c e p to r s ig n a li n g p a th w a y M A P K s ig n a li n g p a th w a y P I3 K -A k t s ig n a li n g p a th w a y R a p 1 s ig n a li n g p a th w a y m T O R s ig n a li n g p a th w a y V E G F s ig n a li n g p a th w a y N F -k a p p a B s ig n a li n g p a th w a y P la te le t a c ti v a ti o n R a s s ig n a li n g p a th w a y C y to k in e -c y to k in e re c e p to r in te ra c ti o n TLR4 GO terms of the top hub genes
The pathway terms of the top ten hub genes 14 8 lipopolysaccharides by TLR4.TLR4 plays a fundamental role in pathogen recognition and activation of innate immunity and inhibits the TLR4/NF-κB signaling pathway, thereby alleviating sepsis-induced acute lung injury in rats. [36] [37] [38] So, the lipid A analog eritoran is being developed as a drug against severe sepsis, which acts as a TLR4 antagonist. 39 IL-1β reported as one of the proinflammatory cytokines is expressed by IL-1 and works on initiating the inflammatory response to TNF-α. 40, 41 In the body of sepsis patients, macrophages are overactivated and a large number of proinflammatory cytokines are released when the proinflammatory and anti-inflammatory responses are out of balance, such as IL-10 is reported as an anti-inflammatory cytokines and mainly secreted by M2 subtype macrophages. 42 Also PIK3CB, the p110delta isoform of the kinase PI3K, can protect from endotoxic shock. 43 Currently, the role of EGF and PIK3CB in sepsis has not been studied clearly yet.
Conclusion
The results of this research identified DEGs in septic shock children through a widespread bioinformatics analysis. Our study indicates that these DEGs may play important roles in the progress of septic shock patient. The results revealed a set of useful candidate genes for the investigation of biomarkers or molecular mechanisms of septic shock. In the future, 
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Identification of genes and pathways in septic shock children we need to carry out further experiments to research on the change in expression levels and the function and influence of these DEGs involved in one or more pathways of the DEGs in children with septic shock.
